Supplementary Figure S1
The imputation quality scores of 2,598,418 SNPs genotyped by the 1000 Genome Project in 9 samples of this study. The quality of each SNP's imputation was assessed by the average posterior probability for the most likely genotype. The majority (83.7%) of these imputations have good quality with the scores>0.95.
Supplementary Figure S2
Regional plot of the RPS26 region at Chr12q13. -log 10 (P-values) of associations with type 1 diabetes (T1D) susceptibility and ribosomal distribution of mRNAs are shown for SNPs in this region. The P-values of T1D associations are from the meta-analysis of six T1D cohorts reported before 55 . The grey scale in the LD map indicates r 2 values.
Supplementary Figure S3 QQ-plot of genome-wide tests for associations of exonic SNPs and the ratio of normalized polysomal/nonpolysomal mRNAs.
Supplementary Figure S4
The DIG-labeled oligo-dT assay to quantify fraction poly(A) RNA. The first strip shows unfractionated pancreas Poly(A) RNA at the indicated standard concentrations. The lower two strips, from the same membrane, represent a typical profile of LCLs. The numbers represent ultracentrifugal fractions, and larger numbers represent heavier fractions; "0" represents unfractionated RNA. . From left to right, it is light fractions, non-fractioned RNAs, and heavy fractions. 
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